1633^11 
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This Raw Listing contains the General 
Information Section and up to the first 5 pag< 



SEQUENCE LISTING 

(1) General Information: 

(i) APPLICANT : Ishiwata, Tetsuyoshi; Sakurada, Mikiko; Nishimura, 
Ayako; Nakagawa, Satoshi; Nishi, Tatsunari; Kuga, Tetsuro; Sawada, 
Shigemasa; Takei, Masami 

(ii) TITLE OF INVENTION: igA Nephropathy-Related Genes 

(iii) NUMBER OF SEQUENCES: 111 

(iv) CORRESPONDENCE ADDRESS: 
ADDRESSEE: Fitzpatrick, Cella, Harper & Scinto 
STREET: 30 Rockefeller Plaza 



(A) 
(B) 
(C) 
(D) 
(E) 
(v) 



CITY: New York 
STATE: New York 
ZIP: 10112-3801 
COMPUTER READABLE FORM: 



(A) MEDIUM TYPE: Diskette, 

(B) COMPUTER: Compaq PC 

(C) OPERATING SYSTEM: Windows 95 

(D) SOFTWARE: WordPerfect 8.0 

(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: 09/090,672 

(B) FILING DATE: 04-JUNE-1998 

(C) CLASSIFICATION: 435 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: PCT/JP97/04468 

(B) FILING DATE: 05-DEC-1997 

(A) APPLICATION NUMBER: JP-8-325763 

(B) FILING DATE: 05-DEC-1996 

(viii) ATTORNEY/ AGENT INFORMATION: 

(A) NAME: Perry, Lawrence S. 

(B) REGISTRATION NUMBER: 31865 

(C) REFERENCE /DOCKET NUMBER: 766.21 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: (212) 218-2100 

(B) TELEFAX: (212) 218-2200 

(2) INFORMATION FOR SEQ ID NO:l: 
(i) SEQUENCE CHARACTERISTICS: 



3.50 inch, 1.44 Mb storage 



O 



I 

CT) 



CO 

cn 



M -1 



■.iO 



LENGTH: 4276 base pairs 
TYPE: nucleic acid 
STRANDEDNESS : double 
TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 
(vi) ORIGINAL SOURCE: 
(A) ORGANISM: human 

CELL TYPE: leukocyte 



(A) 
(B) 
(C) 
(D) 



(G) 



PAGE: 2 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/090,672B 



DATE: 03/22/2000 
TIME: 23:32:11 



INPUT SET: S35111.raw 
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(xi) SEQUENCE DESCRIPTION: 


SEQ 


ID N0:1: 
















48 


TTCTACCGTT TTTTCCCTGC TTTCTATTCC AGGTCAGTCT 


TCACTGTTTC CG ATG GAA 


C Q 


A O 






























Met Glu 




50 
































1 
J. 




51 




PPA 


rprpp 
lit 


1 lb 


pat 


P.AT 


ppp 

V3V3V, 


pp.t 

1 


ppp 




brlv? 


pprp 
bb 1 


PTT 

bl i. 


PAT 
LAX 


ZiP.T 
Aul 


PPP 

bbb 


lUO 




Asp 


pi t f 

biy 


file 


Leu 


Asp 


Asp 


PI 


Arg 


biy 


Asp 


Pi rt 


Pro 


Leu 


Hi a 


OCX. 


pi -ii- 




53 






c 

z> 










i n 

J. V 




















54 




PPT 
bbl 


tpa 


ppip 

bb 1 


LAL 


TP.P 


1 lb 


ap.t 


pap 


bAv3 


A AT 


ppp 


PAP 
OA«J 


AuA 


PTP. 

bib 


PAS 

bAA 


1 R4 
134 


55 


Leu 


biy 


Ser 


Pro 


lllS 


Cys 


file 


Ser 




PT n 

bin 


Asn 


pi xr 
biy 


pi 


Arg 


Val 


Glu 




56 




& u 










25 










30 












57 




1A1 


rnpT 
Ibl 


pp A 
bbA 


a ap 
AAb 


bib 


TTT 


PT 7\ 
bl A 


ppp 


PP A 
bbA 


rnrpP 
1 lb 


PPT" 
bb 1 


PPA 
bbA 


PAP 
bAb 


ATT 
Al 1 


PAT 
bAl 


*i b <i 


ft 


Arg 


Tyr 


Ser 


Arg 


Lys 


Val 


■flic 


vai 


nil, 

uiy 


Pi v 

b±y 


Leu 


Pro 


Pro 


Asp 


lie 


A en 




59 
































Rn 




60 


pjiii 


p 7\ T 
bAl 


bAb 


ATT* 
AIL 


ALA 


prim 
bL 1 


Ab 1 


TTT 




ppp 

Lbb 


TTT 


ppp 


PPT 
bbl 


PTP. 
b lu 


ATT 
Al 1 


PTP 
bib 




61 


OIU 


Asp 


blU 


lie 


Thr 


Ala 


Ser 


irne 


Arg 


Arg 


trllG 


Pi ir 

biy 


Pro 


Leu 


11C 


Val 




62 










R R 










fin 










O 3 






63 


GAT 


rn pp 
Ibb 


bb 1 


P AT 

LAI 


AAA 

AAA 


bbl 


PAP 
bAb 


j\pp 

Abb 


AAA 
AAA 


rppp 


TAT 
1A1 


TTT 

TTT 


PPT 
bb 1 


PPT 

bb i 


A A T\ 

AAA 


ppp 

bbb 


O Q Q 


C A 

64 


Asp 


Trp 


Pro 


HIS 


Lys 


Ala 
Aid 


blU 


Ser 


Lys 


Ser 


Tyr 


rile 


Pro 


Pro 


Lys 


PI \r 

oiy 




65 








*7 n 










/ z> 


















66 


TAT 


PP 7\ 

bbA 


IXC 


bib 


b lu 


TTT 


PA A 

bAA 


P 7\ T 

bAl 


r* a a 
bAA 


APP 

Abb 


TPT 
lb 1 


prpp 

bib 


PAP 
bAb 


PPT 
bb 1 


PTP 

bTb 


AIT 




67 


Tyr 


Ala 


Phe 


Leu 


Leu 


Phe 


Gin 


Asp 


Glu 


Ser 


Ser 


vai 


Pi r-i 

bin 


j\l a 

Aia 


DC LL 


Tl p 

lie 




68 






fl r 










on 










QR 










69 


GAT 


GCA 


TGC 


ATT. 


bAA 


PA A 

bAA 


PAT 
bAT 


PPA 
bbA 


AAA 

AAA 


prpp 
bib 


TA P 
lAb 


PTT 
bl I 




PTA 

b 1A 


TP A 

1 bA 


APT 

Abl 


■5 Q /f 


/ U 


Asp 


Ala 


Cys 


Tl e» 

lie 


blU 


pi i. 
bill 


Asp 


pi «, 

biy 


Lys 


Leu 


Tyr 


Leu 


Cys 


vai 


OCX. 


C? Ci V- 

OCX. 




71 




inn 










i n r 










110 












72 




At- 1 


iv TP 


A 7\ P 

AAb 


bAl 


JAP 

AAb 


bbA 


bib 


PAP 
bAb 


Al 1 


ppp 

bbb 


pprp 
bb 1 


TPP 
lbb 


AAT 
AA1 


PTP 
bib 


A PT 

Abl 


y| 4 O 


i 1 
f o 


Pro 


Thr 


lie 


Lys 


Asp 


Lys 


Pro 


vai 


Gin 


Tl a 

lie 


Arg 


Pro 


Trp 


Asn 


Leu 


Ser 




74 


115 










ion 










1 *5 K 
1^3 










i "5 n 
Ij U 




75 


7\ p 


Abl 


PAP 

bAb 


TTT 


PTP 

bib 


Amp 
Al b 


PAT 

bAl 


pprp 

bbl 


TP A 
1 bA 


PAP 

bAb 


PPA 
bbA 


PTT 
b 1 1 


PAP 
bAb 


PPA 
bbA 


PPA 

bbA 


AAA 

AAA 


430 


76 


Asp 


Ser 


ASp 


Fne 


vai 


Met 


Asp 


pl„ 

biy 


Ser 


Pi Tt 

bin 


Pro 


Leu 


Asp 


Pro 


Arg 


Lys 




77 










1 1 C 










l*t u 










1 AC 
14 3 






78 


ACT. 


ATA 


TTT 




PPT 

bbl 


pprp 

bb 1 


prrtm 
bl 1 


ppm 

bb 1 


PP A 


PPA 

bbA 


TTA 

1 1A 


PPA 

bbA 


PPT 

bb 1 


PTP 
bib 


GAG 


PTT 
bl 1 


CIO 
30 O 


79 


Thr 


lie 


riie 


-t jp 1 

vai 


Gly 


Gly 


Val 


Pro 


Arg 


Pro 


Leu 


Arg 


Ala 


Val 


Glu 


Leu 




80 








i 










155 










160 








81 




7\ rpp 

Alb 


prr» * 

bXA 


A TV* 

Alb 


GAT 


CGG 


CTA 


TAC 


GGA 


GGT 


GTG 


TGC 


TAC 


GCT 


GGG 


ATT 


Dob 


OA 


Ala 


Met 


val 


Met 


Asp 


Arg 


Leu 


Tyr 


Gly 


Gly 


Val 


Cys 


Tyr 


Ala 


Gly 


He 




83 






165 










170 










175 










84 


GAT 


ACC 


GAC 


CCT 


GAG 


CTA 


AAA 


TAC 


CCA 


AAA 


GGA 


GCT 


GGG 


AGA 


GTT 


GCG 


CIA 


85 


Asp 


Thr 


Asp 


Pro 


Glu 


Leu 


Lys 


Tyr 


Pro 


Lys 


Gly 


Ala 


Gly 


Arg 


Val 


Ala 




86 




180 










185 










190 












87 


TTC 


TCT 


AAT 


CAA 


CAG 


AGT 


TAC 


ATA 


GCT 


GCT 


ATC 


AGT 


GCC 


CGC 


TTT 


GTT 


682 


88 


Phe 


Ser 


Asn 


Gin 


Gin 


Ser 


Tyr 


He 


Ala 


Ala 


He 


Ser 


Ala 


Arg 


Phe 


val 




89 


195 










200 










205 










210 




90 


CAG 


CTG 


CAG 


CAT 


GGA 


GAG 


ATA 


GAT 


AAA 


CGG 


GTA 


AGC 


CTT 


ATA 


CTA 


CAT 


730 


91 


Gin 


Leu 


Gin 


His 


Gly 


Glu 


lie 


Asp 


Lys 


Arg 


Val 


Ser 


Leu 


He 


Leu 


His 




92 










215 










220 










225 






93 


TTT 


GGA 


AAA 


TTC 


TAGAAATGGT CCTCTAAATG TGTGATTACC AATATTAGAA 




782 


94 


Phe 


Gly 


Lys 


Phe 




























95 








230 




























96 


CGGGAGCATT TTATGACAAT AAAGTGACAG CTGACAATTT 


TGCCTATAGA GTTAATTATG 


842 


97 


GTCTATAATA CATGAAATAA TGTCCTATGA ATTTCTTTTA 


TCTTTCAGTT TTTTGAGTAG 


902 


98 


CCTAATCAGA ACACTACAAT TTACTTGAGT TAATTTAATC 


TTCTCTAACT TCCATTCAAT 


962 


99 


CTCAATCCAT CCGTCCATTC ATTCACTTAG TTTGTAAGTC 


ATTCAaTaAA TATTTACTGA 


1022 



PAGE: 



3 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/090,672B 



DATE: 03/22/2000 
TIME: 23:32:12 



100 


ATCCTTTGTT 


CTGTGTTATA 


rn/~v tv tv /*i m tv m tv r~i 

TCAAGTATAC 


101 


TTTTTTTTGT 


TTGTTTTTTA 


ATCCTGGGAt- 


102 


CAATGAATTG 


TACTCACAGA 


TTTCTTTTTT 


103 


CTCTCACCGA 


TTTATTCCTT 


AGCTTGGTGT 


104 


AGGGCAAGAA 


GTTCCTGTCC 


TGATGAGTTT 


105 


CCAGTACTAC 


TCAGAGTGTG 


GCCTGTGGAC 


106 


TGAGATAGGA 


ATTTAGACCA 


GAATGTGTAA 


107 


CCAGCTGGCG 


ATTTTTTTTT 


#*l TV m TV f~~f IV TV TV i'^ /^t 

CATAGAAAGC 


108 


TTATATTTTG 


GGGTCACCTT 


TTTATTTCAT 


109 


TTGATATCCA 


TCACTCTGAG 


GCATTGTGCT 


110 


AATTCAAGAT 


GTAAAAATCA 


TCAAGTCAGT 


111 


TGTACAGTCT 


■m ^rnrrTSTTV /™lm/*^^l 

ACTTCACTGG 


^T TV /*1 m TV TV 1\ "A TV TV 

CAGTAAAAAA 


112 


TGTGAATCTA 


mm n tk TV s*i tv y^~i » 

TTAAAGAGAA 


tv tv /"Tfn it fnnrfi/Tfti 

AAGTATCTGT 


113 


TAGTATGTTA 


ACATGCCTAC 


TTTGTTTGTT 


114 


TGGAGTGCAG 


TGGTACAGTC 


TCAGCTCACT 


115 


CTCCTGCCTT 


AGCCTCCCGA 


GTAGGTGGAA 


116 


TGTTTGTATT 


TTTAGTGGAG 


iv /i tv ^v 1 1 in in i /T 

ACAGGGTTTC 


117 


TGACCTCAAG 


GGATCCACCT 


GCCTCACCCC 


118 


ACCCACCATG 


CCTGGCCTAC 


TTGGTTTTTT 


119 


GCCTTATTCC 


AACATAAGTT 


TCAGAGCTGT 


12 0 


TTGTGTTCCT 


CTGCAATGAA 


ATCCTTTGCC 


121 


GAGCAGCCTA 


GAGGCCAGAA 


GCCCAGTGCT 


122 


GACACTCTTC 


TTCTCCTTTT 


GTACTTTTAT 


123 


AGGGTCTCAC 


TCTGTCACCC 


Tt /trn^i tv ^v 

AGGCTGGAGC 


124 


TCTTCTCCTT 


TTGTTCATGG 


CTAATCTTGG 


125 


CAGTGCTGGT 


GACAGCCTGC 


TGTAAGGGAG 


126 


TAACCAGCTC 


TTTTCTAGCT 


GATGAATTAA 


127 


TCACATGACA 


GGTTGGCCGA 


m tv /*t tv t* /""i/"T/"Vn*l^*1 

TAGAACGCTG 


128 


GACTTTTAGA 


CTCAGGTGAA 


CCATTCTTAC 


129 


TGAATCCTAT 


GGCTGCATCT 




130 


CCCAACATGT 


GTACACTATA 


TV TV m TV TV 1\ TV /""I 

AATAGAAACC 


131 


TCTTGTGACG 


CAGTAGTCAG 


GCATCTTCAC 


132 


GGAACTTGGA 


TCATCTTAGT 


tgattttgtt 


133 


CAGATCCACT 


AATTAAAATG 


agggtttatg 


134 


CATAACATTC 


TAGTCTAAAC 


AGTTGGCTTC 


135 


CTTTAAAGGA 


TGTTTATTTA 


TV ITT TV Tt ^"t TV TV TV TV TV 

ATAAGAAAAA 


136 


ACTAGGTTCT 


TAAAAGATGA 


tv ^ihit m y"i tv rn TV 

ACTATCCATA 


137 


TTTGGGCACC 


TTGGAACAGA 


TTCATTCAGA 


138 


CATTGCTGGC 


CTAGTCACTG 


TV TV TV TV TV m/~i fTI TV TV 

AAAAATGTAA 


139 


AGCCATATGT 


CTTGGATGAT 


CAGCTGTGTG 


140 


AATTTGCTCC 


ATTTTTCTGT 


GCTAATGTTA 


141 


GGGCTGCTAT 


CCATTCTCGT 


GCTGGCAGGG 


142 


GTGACCGCCC 


TCGGCATATT 


TCATTCCGCT 


143 


TCAGGCCTCA 


GAATAAGTGC 


ACTCTTCTGT 


144 


GCTGGCATGT 


CCTTTTGTAG 


CAGTCTGTAA 


145 


TATAATATAG 


GTGTTTTGTA 


GATTCTTGTG 


146 


TATTGCCATC 


GGGTTGCATG 


GAAGTTTTAT 


147 


CAAACTTCCT 


GCAACATTTT 


CTTAGAGGAG 


148 


ATAGAGTATT 


TTGGGTTTTT 


AATTAAATTA 


149 


TTATTAAAAT 


AACCATGCAA 


CAATAACACT 


150 


GAAGTGCTTT 


TGCCTTTTCC 


TTTCTTTTTT 


151 


TTTTTCCATC 


CCTTTTTAAT 


TTTTTTAACA 


152 


AAAGAGCATG 


TTAGAGCAAA 


CAAATGCATA 



INPUT SET: S3Slll.row 

AAACAGGAAT GCCCTTGAGG TTTCCTGCCC 1082 

ATAGGGAAGA CCTCAGCAAG CCCTATTTCT 1142 

TTTTTTTTTT TCTTTTTCCA CAGCCGCCAC 1202 

TTCATGTATT CAACAAACGT TTTAGTGCTT 1262 

ATTTCCTAGC AGATAGAACT GTATCACTTG 1322 

TGACCTCCAG TCTGTAAACT TAGTTTGTAG 13 82 

TCAACCACAT TACTGGGCAC AATGTTTGGT 1442 

CTTTATTGAT GAGGGAAGCA ATATATTGAT 1502 

GGCACACTGG CACTTTCATG CATGCTGACT 1562 

AAAATAGATT GATTTTATCG TGTTGTTCTC 1622 

AGCAGTTTTT GCTTTTTATG TTTCATGTCA 1682 

ATTTAAGATA GTGGTGGTCA TCCTACAAAC 1742 

TCTATTCTAA GCATGGGGGA GGGACAAGAT 1802 

TGAGATGGAG TCTCTCTCCG TCACCCAGGC 1862 

CCAACCTCTG CCTCCCGGGT TCAAGTGATT 1922 

TTACAGGCAT ATACCACCAT GCCCAACAAA 1982 

ACCGTGTTGG TCAGGCCAGT TTCAAACTCC 2042 

CTCAAAGTGC TGGGATTACA GGCATGAGCC 2102 

ATGCACACTA AAAAATACCT ACATCTCACT 2162 

GGGATTGGTC ATTAGAAATT CAGACTGAAT 2222 

CAGTGTTCAT GTCACTCTGT AGACATTATG 2282 

CTCCTTATGC CTGCTCTTCC TGGGCTTCGT 2342 

TTTTTTAGTT AAAAAATTTT TTTTAGAGGG 2402 

ACAGAATCAC AATCATGACT CACTGCATGT 2462 

TCAGGATTCC TTGTCAGAGC TGGGTGGCAC 2522 

TTTCAGCCAT GAATCTCTCC AGACTAAAAA 2582 

TAACCAGGTG ACTGTTAATG CTTGAAAGGT 2642 

GAACAGGCCC AGTTTTAGAA ATTCACCTCT 2702 

TGAGAAAGAA CAAAGCAGGG TTTTAGACTG 2762 

TTTAACAGAG TTCCAGGTTT GTGATTATAA 2822 

ACGAGCCAGG CTTTTTACGA CAGCTCAGAA 2882 

ACCGACTTGA ATATTGAAGT GCAGTTGTGT 2 942 

TAAATTATGA TTCCACATAT GACAAAAATC 3002 

TCTATGAATA ATCTCCTGTG GGTTTAATCT 3062 

ACTTCATGAT GTCTGCTCAA ATCCTTTTTC 3122 

AAATGTAAAA TGATAGATAA TAAAAGCCTT 3182 

TTTCAGTAAA TGAATAATTA GTCCTTCCTC 3242 

TAGTGGGTGG AAATGTACAT GTATGGTAAG 3302 

ACTCTTATTT TTGATTGCAG GTGGAAGTTA 3362 

ATGAATGTCA GGGGGCCCGT TGTGGGGGGA 3422 

CCTGTCTGCA GTATTACTGT GAATATTGCT 3482 

AATTCCACAA GCCCCTGGTG AAGGAAGGCG 3542 

GGAACTAAAG GATAACTGCA GTGCTCATTT 3602 

TCATTCTGAC CCCTTCCTCA ACCTCTTCAC 3662 

CTTAACTATA GTATAATGAA AAGAATGACC 3722 

TCACTGCAAA CAATATGAAC TCCTTTTTCG 3782 

TCTCTTGTTT TGCTGGAAAC CAAGAGGATC 3842 

AGAGAGAAAT ATTAAAAGAG AAATGAAACA 3902 

TTGTTAATAA TATAACATAT AAGAATACTT 3962 

ATCGGTCTAT CTGACAGTTT TTCCCCCAGG 4022 

TTTTTTTTTC ATCTTTTTTG TTCTCTCTCT 4082 

GCAATGGAGG AAGTTAACAA TTTTTAATGG 4142 

AGCAAGACTG AGCAGCATTA TAATTAATTT 4202 



PAGE: 4 RAW SEQUENCE LISTING DATE: 03/22/2000 

PATENT APPLICATION US/09/090, 672B TIME: 23:32:12 

INPUT SET: S351U.raw 

153 TCAGGGTTTT GAGGCTGAAC ATAATTTCAT TATCCCTCAA AAAGTTACCA CCACATCAGA 4262 

154 AAAAAAAAAA AAAA 4276 
155 

156 (2) INFORMATION FOR SEQ ID NO:2: 

157 (i) SEQUENCE' CHARACTERISTICS: 

158 (A) LENGTH: 2689 base pairs 

159 (B) TYPE: nucleic acid 

160 <C) STRANDEDNESS : double 

161 (D) TOPOLOGY: linear 

162 (ii) MOLECULE TYPE: CDNA 

163 (vi) ORIGINAL SOURCE: 

164 (A) ORGANISM: human 

165 (G) CELL TYPE: leukocyte 

166 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 

167 GTTGGAGGTT CTGGGGCGCA GAACCGCTAC TGCTGCTTCG GTCTCTCCTT GGGAAAAAAT 60 

168 AAAATTTGAA CCTTTTGGAG CTGTGTGCTA AATCTTCAGT GGGACA ATG GGT TCA 115 

169 Met Gly Ser 

170 1 

171 GAC AAA AGA GTG AGT AGA ACA GAG CGT AGT GGA AGA TAC GGT TCC ATC 163 

172 Asp Lys Arg Val Ser Arg Thr Glu Arg Ser Gly Arg Tyr Gly Ser lie 

173 5 10 15 

174 ATA GAC AGG GAT GAC CGT GAT GAG CGT GAA TCC CGA AGC AGG CGG AGG 211 

175 He Asp Arg Asp Asp Arg Asp Glu Arg Glu Ser Arg Ser Arg Arg Arg 

176 20 25 30 35 

177 GAC TCA GAT TAC AAA AGA TCT AGT GAT GAT CGG AGG GGT GAT AGA TAT 259 

178 Asp Ser Asp Tyr Lys Arg Ser Ser Asp Asp Arg Arg Gly Asp Arg Tyr 

179 40 45 50 

180 GAT GAC TAC CGA GAC TAT GAC AGT CCA GAG AGA GAG CGT GAA AGA AGG 307 

181 Asp Asp Tyr Arg Asp Tyr Asp Ser Pro Glu Arg Glu Arg Glu Arg Arg 

182 55 60 65 

183 AAC AGT GAC CGA TCC GAA GAT GGC TAC CAT TCA GAT GGT GAC TAT GGT 355 

184 Asn Ser Asp Arg Ser Glu Asp Gly Tyr His Ser Asp Gly Asp Tyr Gly 

185 70 75 80 

186 GAG CAC GAC TAT AGG CAT GAC ATC AGT GAC GAG AGG GAG AGC AAG ACC 403 

187 Glu His Asp Tyr Arg His Asp He Ser Asp Glu Arg Glu Ser Lys Thr 

188 85 90 95 

189 ATC ATG CTG CGC GGC CTT CCC ATC ACC ATC ACA GAG AGC GAT ATT CGA 451 

190 He Met Leu Arg Gly Leu Pro He Thr He Thr Glu Ser Asp He Arg 

191 100 105 110 115 

192 GAA ATG ATG GAG TCC TTC GAA GGC CCT CAG CCT GCG GAT GTG AGG CTG 499 

193 Glu Met Met Glu Ser Phe Glu Gly Pro Gin Pro Ala Asp Val Arg Leu 

194 120 125 130 

195 ATG AAG AGG AAA ACA GGT GAG AGC TTG CTT AGT TCC TGATATTATT 545 

196 Met Lys Arg Lys Thr Gly Glu Ser Leu Leu Ser Ser 

197 135 140 

198 GTTCTCTTCC CCATTCCCAC CTCAGTCCCT AAAGAACATC CTGATTCCCC CAGTCTTCAA 605 

199 GCACATGAAT TCAGAATGAA AGGTTTGCCA TGGCTAAGGA ATGTGACTCT TTGAAAACCA 665 

200 TGTTAGCATC TGAGGAACTT TTTTAAACTT TGTTTTAGGG ACTTTTTTTT CCTTAGGTAA 725 

201 GTAATGATTT ATAAACTCCT TTTTTTTTTT TTGACTATAG TCGGTTGCAT GGTTACTTTA 785 

202 AGCGTGGAAT CAAATGGAGT GGCATTTAGT TCAGGCGGCT TGTTCCTTGC CATGGCAAAG 845 

203 TATCAAGAAG ATCCCCAAGT CAAGTCACAT TTGTAAAGCT GCTTCCCAAT TGGCTTTGTC 905 

204 ACGCAGTGTT GAAGCAGTGG GAGAGAGATT CACCTGTTAT AAAGGAACTG ACTAACACAA 965 

205 GTATCCCGTC TATATCTGAA TGCTGTCTCT AGGTGTAAGC CGTGGTTTCG CCTTCGTGGA 1025 



PAGE: 5 RAW SEQUENCE LISTING DATE: 03/22/2000 

PATENT APPLICATION US/09/090, 672B TIME: 23:32:12 

INPUT SET: S35Ul.raw 

206 GTTTTATCAC TTGCAAGATG CTACCAGCTG GATGGAAGCC AATCAGGTTG CTTCACTCAC 1085 

207 CAAGTCTAGA TATTCATGAA AATGGAACAA GTCTGTACAA TTTTAAAAAA AGGTTGAAGG 1145 

208 AGTGGTTTGT TCCAAAGGAG TGACTTTTTT TTAAAAAAAA AAGCTTTGTA TATATTAAAA 1205 

209 TTGATGTTAC TAGAATAAGT ACAGTACCAA GGACTTCATT ATAGAATTTG TTCTGCCTTT 1265 

210 AAACATGGCT ACCTACCTGG CAGGGCTTTG TTAACTACTG AATACCTGTC TGGTAATCAC 1325 

211 TAAAACATCT TAATGTTTCC CTTTTTTCTA GTTTGTTATA TTCCTATTAT GTCCATTGAG 1385 

212 AGTAAGCTTA GTATATCAAA CTCTCCATTT GACAGTGAAG AGAACATAGT GAAAGTCTGT 1445 

213 GGCGGCATTT TTATAAGTAA TTCCTTATTT CTGCCTGAAG ACCACAAAGC CTCCTGGAGG 1505 

214 CGTAACTGCT CAGACCGGTC TTCAGGGAAT ATTTAAGGAC TTAGTGGAAT TTATGAACAA 1565 

215 TAAGTCTGAT GAGATTAGCC TGGGAGTGGT GTCCTGCAGC TGTCTAATCT AGTTAGAGTG 1625 

216 GCATTAACAT TCTAATCTCC TTGAGAATGC CTTTTATAGT CTGTTCAAAG CAAGTCATTG 1685 

217 ATGGTTCTTC GAGGTAGTGT TAACTGAAGT GTTCTTCAGT TTGTCAAGAT AATGTTCAGT 1745 

218 GCTTGGCACT TAAATAACAT TTTTTGCAAG AACTCCAAGG CACATTATTG AATGCCTTTA 1805 

219 ACCAAGTGCA TTCTGGGAAG TTTGCTTGAC TCATTATCTT GCTTTTCTGC AGCATTCTGT 1865 

220 GATTTGAGTC ATCCATGAAT CCATGAATAA AAGTTACATT CTTTGATTGG TAATATTGCC 1925 

221 ATTTATAACA AGACTCACTA ATGAGGGTAT CACTTTGACT GACTGATTTG TTAAAGTTTT 1985 

222 TAAGCCTCTC ATTTTCCTAA CCCAGAAATC ACAGCCTGAT TTTATTAAAA GTAGAGCTTC 2045 

223 ATTCATTTCA TACCATAGAT ACCATCCTAG TAAATCCAGA ACATATACAA GGTTCATGTG 2105 

224 AGTCTGCTTT CTTGACATGA TAGCATTGTT TGATGCAGTG GATATGTCAG AATGACTAAC 2165 

225 CTAGGAGTTT AAAACTCCTA AGAAACTAAA ACCTGTAAGA CATTTAAAAG TCTCCACAAT 2225 

226 TTTAATGTAT ACAAAGCTAT GTTACTGTGT AACACATTAC AGTTCAAATT CACTCCAGAA 2285 

227 ATAAAAGGCC AGTAGGATTA GGGACTCACT GGTAGTTTGG AGTCTCCCAG CACACATCCC 2345 

228 TCCTAGTGGG ATGATCTATT CACATATCTC CCAGCTTTTT TATTTTTGCT TCTGTATATC 2405 

229 ACAGTGAGTG GATGGCCCTT CAGCTTTTTC TCTCCTGGCC AGACATGCAG TCTTGCCTTT 2465 

230 AGATATCGCA GAGACAAAAT TCACAGCATG TCTTAAATCT TCCAGGATTT GCAAGAACCA 2525 

231 AATTGCTCAA CAGTATGTAT GTTTAGAGGG GTTAGACTCC TTTTTAAAAT CTGGATATCT 2585 

232 AACCACCTAC TTAAATCTGT TTGATAGTGT CAAACCACCC CCACCCTTGA TCCTCCCACC 2645 

233 CCCAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAA 2689 
234 

235 (2) INFORMATION FOR SEQ ID NO: 3: 

236 (i) SEQUENCE CHARACTERISTICS: 

237 (A) LENGTH: 2981 base pairs 

238 (B) TYPE: nucleic acid 

239 (C) STRANDEDNESS : double 

240 (D) TOPOLOGY: linear 

241 (ii) MOLECULE TYPE: cDNA 

242 (vi) ORIGINAL SOURCE: 

243 (A) ORGANISM : human 

244 (G) CELL TYPE: leukocyte 

245 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

246 CCTCTCTCTC TCTTTCACAG AGTCTTGCTC TGTCGCCCAG GCTGGAGTGC AGTGGCACAA 60 

247 TCTCACTGCA AGCTCCGCCT CCTGGGTTCA CGCCATTCTC CTGCCTCAGC CTCCCAAATA 120 

248 GCTGGGACAA CAGGCACCTG CCACCACGCC CGGCTAATTT TTTGTATTTT TAGTAGAGAC 180 

249 AGGGTTTCAC CATGTTAGCC AGGATGGTCT CAATCTCCTG ACCTCGTGAT CCACCCGCCT 240 

250 CAGCCTCCCA AAGTGCTGAG ATTACAGGTG TGAGCCACCA CGCCCAGCCA CATCTTTCTT 300 

251 TCTTTCTTTT TGGTTTTTGT TTGTTGTTTG AGACAGGGTC TTGCTCTGTC GCCCTGGCTC 360 

252 ACGTGAACCT CCCACCTCAG CCTCCCAAGT AGCTGAGACC ACAGGTGTGA GCCACCACTC 42 0 

253 CTGGGTAATG TTTGTATTTT TTTGTAGAGA TGGGGTTTCA CCGTGCTGCC CAGACTGCTC 480 

254 TCAAACTCCT GGGCTCAAGT GATCCACCTG CCTTGACCTC CTAAAGTGCT GGAATTACAG 540 

255 GTGTGAGCCA CCGTGCTCAG CCGAGTGTCT TTCGTATGTT TTCTGAGCAC GTGGATTTCC 600 

256 ATCTCTCTGC ATTCTCTGTT CATCTCAGCC TGTTTGTTCC ATTGAGATAA ATGACTTTTT 660 

257 CTTGGTAACT TAGAGTACTT TGTGTATTTA CAGGTTAATC CCTTATCAAT TTATATCAGT 720 

258 TGCTGCTATC TTTTCTTAGA TTTTTCTTTT CATTTTAAAA ATTACATTGT TTCAATGAAC 780 



SEQUENCE VERIFICATION REPORT DATE: 03/22/2000 

PATENT APPLICATION US/09/090, 672B TIME: 23:32.13 

INPUT SET: S351U.raw 



Error Original Text 

Wrong Classification (C) CLASSIFICATION: 435 
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